INTRODUCTION

59
Candidemia is generally a nosocomial infection, and half of all cases are 60 caused by Candida albicans (1, 18, 24, 26, 28) . Studying the genetic 61 relationship between C. albicans causing fungemia in the hospital can uncover 62 the presence of endemic genotypes, which may suggest horizontal 63 transmission, and enable us to implement prevention measures.
64
However, in the absence of genotyping, the potential routes of infection and 65 the presence of endemic genotypes of C. albicans in the hospital are unknown.
66
Several procedures are used to genotype C. albicans (4, 10, 32) , and 67 microsatellites, in particular, have a high discriminatory power, the ability to 68 detect heterozygote diploid organisms (codominance), and high reproducibility 69 (6, 9, 30, 31) .
70
Previous studies have shown the presence of endemic genotypes of C.
71
albicans causing candidemia in specific hospital units, mostly adult and 72 neonatal intensive care units (ICUs) (3, 21, 32) . However, it is unknown whether 73 endemic genotypes can be found in other parts of the hospital. Furthermore, the 74 proportion of patients infected by endemic C. albicans genotypes has been 75 poorly studied.
76
We investigated the genotypic diversity of C. albicans isolates from patients 77 with candidemia who were admitted to a large tertiary hospital in order to 
MATERIALS AND METHODS
82
Hospital description, definition of candidemia episodes, and patients 83 studied. This study was carried out at a large teaching hospital that serves a 84 population of approximately 715,000 inhabitants in the city of Madrid, Spain.
85
The institution cares for all types of patients at risk of acquiring candidemia, infected by an endemic genotype.
143
Endemic genotypes were confirmed after running the isolates in duplicate.
144
The patients involved in each cluster were geographically related if they were 145 admitted to the same ward. In clusters involving patients who were not 146 geographically related at the time of blood sample collection, we studied the 147 wards where patients had been hospitalized during the previous 2 years. (named 1 to 19) that involved 51 patients (2-6 patients per cluster) (Figure 2 ).
183
Clusters were classified according to the ward of hospitalization at the time of 184 blood sample collection.
185
The patients involved in 10 of the 19 clusters (53%) were geographically collection, although they had previously shared a ward of hospitalization (Table   196 3).
197
The 27 patients conforming the remaining 9 clusters (47%) did not show a 198 geographical relationship either at the time of blood sample collection or during 199 the previous 2 years. The patients who were admitted were mainly adults ( 
309
Frequency of null alleles < 0.07 was considered nonsignificant.
310
Observed and expected heterozygosity range from 0 (no heterozygosity) to 1 (highest heterozygosity).
311
Wright's index indicates deficiency of heterozygosity (positive values) or excess heterozygosity (negative 312 values).
313
Probability of identity values near zero indicates the highest discriminative power of the STR. 
